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Linear amplification of termini (TP L and TP R ) of all DNA restriction 
Step 1 fragments using unordered "One-tube" SmartGenome DNA library II 

* and adaptor-primers A i and Bi (see Fig. 17A) 
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DNA restriction digestion followed by terminal PENTamere (TP) synthesis, PCR 
amplification using up-stream and down-stream adaptor primers A and B, and fluorescent 
labeling(the drawing shows the ordered sets of restriction fragments and terminal 
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Hybridization of TP DNA size fractions to the TP-micro-array followed by 
fluorescent intensity analysis of the hybridization signals 
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Fluorescence intensity profiles of the TP- DNA micro-array a-n region after 
hybridization with PCR-amplified and labeled TP-DNA size fractions 20kb, 30kb, 40kb, 
50kb, 60kb, 70kb and 80kb prepared from reference (R) and patient (P) DNA samples 
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Up-stream, terminus-attaching, nick-translation adaptor A 

5* P - GATCGCCTATACCTAGGACCATGTAAddC 3' (SEQ ID NO. 16) 

V ddCGGAUATGGAUCCUGGUACATTG-OH 5' (SEQ ID NO. 17) 



Acceptor-adaptor Ac 

5' - GATCGCCTATACCTAGGACCATGTAA 3' (SEQ ID NO. 18) 

3' CGGAUATGGAUCCUGGUACATTG-OH 5' (SEQ ID NO. 19) 



Recombination, nick-translation adaptor RA-(L-c<?s) 

5'P - GATCGCCTATACCTAGGACCATGTAACGAATTCATGA 3' (SEQ ID NO. 20) 

NH 2 CGGAUATGGAUCCTGGUACATUGCTTAAGTAGTCCCGCCGCTGGA-OH 5' (SEQ ID 

NO. 21) 



Down-stream, nick-attaching adaptors B-3' (a), B-3 f (b), B-3' (c) and B-3' (d) 

5 f -GGGAGATCTGAATTCCCCCCCCCCCddC-3' (SEQ ID NO. 22) 
3' -ddCGCCACTGGGCCCTCTAGACTTAAG - P 5'(SEQ ID NO. 23) (a ) 

S'-GTTACATGGTCCTAGGTATAGGC GCGGTGACCCGGGAGATCTGGCCCCCCCCC-3* (SEQ ID NO. 24) 
3'- AATGTACCAGGATCCATATCCGCGCCACTGGGCCCTCTAGAC - P 5' (SEQ ID NO. 25) ( b ) 

5' -GGGAGATTCnXjAATTCAAAAAAAAddA^' (SEQ ID NO. 26) 
3* -ddAGCCACTGGGCCCTCTAGACTTAAG - P 5' (SEQ ID NO. 27) ( c ) 

5-GTTACATGGTCCTAGGTATAGGC GCGGTGACCCGGGAGATCTGAAAAAAAAAA-3' (SEQ ID 
NO. 28) 

3- AATGTACCAGGATCCATATCCGCGCCACTGGGCCCTCTAGAC - P 5* (SEQ ID NO. 29) ( d ) 



Oligo-construct with nick 32 p _ A ^ck 

5'-Biotin-GCGGTGACCCGGGAGATCTGAATTCA GGGCGGCGACCT-3' (SEQ ID NO. 30 & 31) 
3'- CGCCACTGGGCCCTCTAGACTTAAGTCCCGCCGCTGGA - P-5 1 (SEQ ID NO. 32) 
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for a nomenclature of the adaptors A and B-3' see section 6 
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Simplified recombinant adapter (Sra) oligos 

Sra 1A P5 ' -GATCTGAGGTTGTTGAAGACTCGGACGATACACACGCTGGGTTGAGGAAGTCGTAAATA- 3 ' (SEQ 

ID NO:91) 



Sra IB 

Sra 1C 
Sra ID 

Sra 2A 
NO:95) 

Sra 2B 

Sra 2C 
Sra 2D 

Sra 1A' 
NO:99) 

Sra 1H 



5' -CTTCAACAACCTCA-B3 ' (SEQ ID NO: 92) 

5' -TCGTCCGAGTCTTCAACAACCTCA-B3' (SEQ ID NO: 93) 

5' -TATTTACGACTTCCTCAACCCAGCGTGT-B3 ' (SEQ ID NO: 94) 

P5' -GATCGCTAGTT ATTGCTGTTGGGATGGTTATTTATTTACGACTTCCTC AACCC AGCGTGT - 3 ' (SEQ ID 

5' -CAGCAATAACTAGC-B3' (SEQ ID NO: 96) 

5' -AACCATCCCAACAGCAATAACTAGC-B3' (SEQ ID NO: 97) 

5 ' -ACACGCTGGGTTGAGGAAGTCGTAAATA-B3 ' (SEQ ID NO: 98) 

P5 ' -GATCTGAGGTTGTTGAAGACACGCTGGGTTGAGGAAGTCGTAAATAAATAACCATCCCAA- 3 ' ( SEQ I D 



5' -TTGGGATGGTTATT-B3' (SEQ ID NO: 100) 



Lambda recombination screening oligos 

Total(+) 5' -AGGTTGTAGAAGACTCGG-3' (SEQ ID NO:101) 

Total (-) 5' -GCTAGTTATTGCTCACGG-3' (SEQ ID NO: 102) 

Intra (+34273) 5' -GCATCGCTTGAATTGTCC-3' (SEQ ID NO: 103) 
Intra (-28119) 5 ' -TGCTCTCGGAATATCAAT- 3 ' (SEQ ID NO: 104) 
Inter (+34273) 5' -GCATCGCTTGAATTGTCC-3' (SEQ ID NO: 105) 
Inter (-34599) 5' -ATATTCAGGCCAGTTATC-3' (SEQ ID NO: 106) 
E-coli recombination screening oligos 

Bl(RP) 5' -CTTACACCGGCGAAGTGAAAG-3' (SEQ ID NO:107) 

Bl(PCR) 
Bl (NEST) 
B3(RP) 
B3 (PCR) 
B3 (NEST) 
B5(RP) 
B5(PCR) 
B5 (NEST) 
B8 (RP) 
B8(PCR) 
B8 (NEST) 
B12(RP) 
B12 (PCR) 
B12(NEST) 



5 ' -CGCTGCCGGAGCTGTTAGACAATTC- 3 ' (SEQ ID NO: 108) 
5' -GCCTGCAAGCCGGTGTAGACATCAC-3' (SEQ ID NO: 109) 
5 ' -CTGCAGGCCAGCGAGACAGAT - 3 ' (SEQ ID NO: 110) 
5 ' -GTTGTGGCCTTCCAGTAAGGTCC-3 ' (SEQ ID NO: 111) 
5' -GCAAAATAGCTGGCTGGCAGGTGTAGG-3' (SEQ ID NO: 112) 
5 ' - T AGGGCGGC ATC AGGTAAT AC - 3 ' (SEQ ID NO: 113) 
5' -TGCCGCCGTTCGCATCCATACCA-3 ' (SEQ ID NO: 114) 
5' -TTCCCTGCCTGGTCGCCGTATCTGTG-3' (SEQ ID NO: 115) 
5 ' -TGAAGGATACGGAAGCAGAAA- 3 ' (SEQ ID NO: 116) 
5' -GCCATTGCTGATTGCCCACCGACAA-3' (SEQ ID NO: 117) 
5 ' -CTCTATCGCTCGGCCTAAGTCTTTAC -3' (SEQ ID NO:118) 
5' -GCGGTCGGCGTGGATAAAGTA-3' (SEQ ID NO: 119) 
5 ' -GTGAGCGGGATGAACGAACCTTA-3 ' (SEQ ID NO: 120) 
5 ' -CTGCGCCAGGGCTTCCAGACATTGTG- 3 ' (SEQ ID NO: 121) 
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